Phylogenetic Distance Tree"©**

Genomes are first selected for distance tree calculation (Figure 1). The program then computes
the distances and displays the tree in the Archaeopterix applet (Figure 2). This applet allows
users to save the analyzed tree as a PDF file. Each node in the tree links to the gene page for
that node.
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Figure 1. Distance Tree — Genome Selection
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Phylogenetic Tree for Selected Genomes

The tree below is generated using the Archaeoptery applet
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Figure 2. Distance tree viewed in the embedded Archaeopterix applet

The user can also choose to download the phyloXML file of the tree.




Phylogenetic Distance Tree - Integration "*~

Gene Homologs

“Phylogenetic Distribution” button on the Gene Homologs page now links to the Archaeopterix
applet (Figure 3a), used to display the phylogenetic tree. This tree is colored by the count of
homologs (Figure 3b).
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Figure 3a. Gene Homologs link to Archaeopterix applet.
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Phylogenetic Tree for All Genomes

Displaying homologs for gene: 637112107
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3631 genomes were analyzed
The tree below is generated using the Archaeopteryx applet

‘ Launch in separate window

View phyloXML

Display Data:
ode Name

W Taxonomy Code

Taxonomy Name

Click on Node to:

Open Taxonomy Web
Zoom:

v+
F

v-

Figure 3b. Gene Homolog counts displayed in Archaeopterix applet.



http://www.phylosoft.org/archaeopteryx/

Hierarchical Genome Clustering

Genome Clustering now also links to the Archaeopterix applet (Figure 4).
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Hierarchical Clustering Results

Clustaring is based on cag profiles for selectad genames.
The tree below is generated using the Archaeoptery applet
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ClustalW Alignment

From the Gene Cart, the user can choose to do Sequence Alignment on selected genes. This
alignment is displayed using the Jalview applet, which is now embedded (Figure 5b). Clicking
on the gene in Jalview, opens up a Gene Details page in IMG.
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Jalview Alignment

The alignment helow is displayed using the Jalview applet
Click on the id in Jalview to display the gene page in IMG
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Figure 5a. Jalview Color Scheme for amino acid sequence alignment
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Figure 6. Using the Archaeopterix applet to display domains.
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